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SEQUENCE LISTING 



<110> Queensland University of Technology (all states other than 
U.S.) 

Clements, Judith A (U.S. only) 

<120> Condition-specific molecules and uses therefor 

<130> 12176212/VPA 

<140> Unassigned 

<141> 2003-04-22 

<150> AU PS1870/02 

<151> 2002-04-22 

<160> 43 

<170> Patentin version 3.2 

<210> 1 

<211> 1603 

<212> DNA 

<213> Human 



<220> 

<221> CDS 

<222> (38) . . (577) i 

<400> 1 

cgaagcttac cacctgcacc cggagagctg tgtcacc atg tgg gtc ccg gtt gtc 55 

Met Trp Val Pro Val Val 
1 5 

ttc etc acc ctg tec gtg acg tgg att ggt get gca ccc etc ate ctg 103 
Phe Leu Thr Leu Ser Val Thr Trp lie Gly Ala Ala Pro Leu lie Leu 
10 15 20 

tct egg att gtg gga ggc tgg gag tgc gag aag cat tec caa ccc tgg 151 
Ser Arg lie Val Gly Gly Trp Glu Cys Glu Lys His Ser Gin Pro Trp 
25 30 35 

eag gtg ett gtg gee tct cgt ggc agg gca gtc tgc ggc ggt gtt ctg 199 
Gin Val Leu Val Ala Ser Arg Gly Arg Ala Val Cys Gly Gly Val Leu 
40 45 50 



gtg cac ccc eag tgg gtc etc aca get gee cac tgc ate agg aac aaa 
Val His Pro Gin Trp Val Leu Thr Ala Ala His Cys lie Arg Asn Lys 
55 60 65 70 

age gtg ate ttg ctg ggt egg cac age ctg ttt cat cct gaa gac aca 
Ser Val lie Leu Leu Gly Arg His Ser Leu Phe His Pro Glu Asp Thr 
75 80 85 

ggc eag gta ttt cag gtc age cac age ttc cca cac ccg etc tac gat 
Gly Gin Val Phe Gin Val Ser His Ser Phe Pro His Pro Leu Tyr Asp 
90 95 100 

atg age etc ctg aag aat cga ttc etc agg cca ggt gat gac tec age 
Met Ser Leu Leu Lys Asn Arg Phe Leu Arg Pro Gly Asp Asp Ser Ser 

.1- 



247 



295 



343 



391 
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105 110 115 



cac gac etc atg ctg etc cgc ctg tea gag cot gcc gag etc acg gat 
His Asp Leu Met Leu Leu Arg Leu Ser Glu Pro Ala Glu Leu Thr Asp 
120 125 130 

get gtg aag gtc atg gac ctg cec acc eag gag cca gca ctg ggg acc 
Ala Val Lys Val Met Asp Leu Pro Thr Gin Glu Pro Ala Leu Gly Thr 
135 140 145 150 

acc tgc tac gcc tea ggc tgg ggc age att gaa cca gag gag tgt acg 
Thr Cys Tyr Ala Ser Gly Trp Gly Ser lie Glu Pro Glu Glu Cys Thr 
155 160 165 



<210> 2 

<211> 180 

<212> PRT 

<213> Human 

<400> 2 



439 



487 



535 



cct ggg eca gat ggt gca gcc ggg age cca gat gcc tgg gtc 577 
Pro Gly Pro Asp Gly Ala Ala Gly Ser Pro Asp Ala Trp Val 
170 175 180 



toacrciQaacra 


ggggaeagga 


cteetgggte 


tgagggagga 


gggccaagga 


aceaggtggg 


637 


gtccagecca 


caacagtgtt 


tttgectggc 


cegtagtctt 


gaecccaaag 


aaacttcagt 


697 


gtgtggaect 


ceatgttatt 


tecaatgacg 


tgtgtgcgca 


agttcaecct 


eagaaggtga 


757 


ecaagttcat 


gctgtqtgct 


ggacgctgga 


cagggggcaa 


aagcacctgc 


tegggtgatt 


817 


c t QQcrcrci c c c 


acttgtctgt 


aatggtgtgc 


ttcaaggtat 


cacgtcatgg 


ggcagtgaac 


877 


eatgtgecet 


gcccgaaagg 


ccttccctgt 


acaecaaggt 


ggtgcattac 






teaaggacae 


categtggec 


aacccetgag 


eaceectate 


aactecctat 


tgtagtaaac 


997 


ttggaaectt 


ggaaatgacc 


aggeeaagae 


tcaggcctcc 


ccagttetac 


tgaeetttgt 


1057 


cettaggtgt 


gaggtccagg 


gttgctagga 


aaagaaatca gcagaeacag 


gtgtagacca 


1117 


gagtgtttct 


taaatggtgt 


aattttgtcc 


tctctgtgtc 


ctggggaata 


ctggccatgc 


1177 


ctggagacat 


ateaeteaat 


ttctetgagg 


acacagatag 


gatggggtgt 


ctgtgttatt 


1237 


tgtgggetac 


agagatgaaa 


gaggggtggg 


atecacactg 


agagagtgga 


gagtgacatg 


1297 


tgctggaeae 


tgteeatgaa 


geactgagea 


gaaagetgga 


ggcaeaacgc 


accagacact 


1357 


eacagcaagg 


atggagctga 


aaacataacc 


eaetetgtcc 


tggaggcact 


gggaagecta 


1417 


gagaaggctg 


tgagecaagg 


agggagggte 


ttcctttggc 


atgggatggg 


gatgaagtaa 


1477 


ggagagggac 


tggaccecct 


ggaagetgat 


teactatggg 


gggaggtgta 


ttgaagtect 


1537 


ccagacaacc 


etcagatttg 


atgatttcct 


agtagaactc 


acagaaataa 


agagetgtta 


1597 


tactgg 












1603 
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Met Trp Val Pro Val Val Phe Leu Thr Leu Ser Val Thr Trp He Gly 
15 10 15 



Ala Ala Pro Leu He Leu Ser Arg He Val Gly Gly Trp Glu Cys Glu 
20 25 30 



Lys His Ser Gin Pro Trp Gin Val Leu Val Ala Ser Arg Gly Arg Ala 
35 40 45 



Val Cys Gly Gly Val Leu Val His Pro Gin Trp Val Leu Thr Ala Ala 
50 55 60 



His Cys He Arg Asn Lys Ser Val He Leu Leu Gly Arg His Ser Leu 
65 70 75 80 



Phe His Pro Glu Asp Thr Gly Gin Val Phe Gin Val Ser His Ser Phe 
85 90 95 



Pro His Pro Leu Tyr Asp Met Ser Leu Leu Lys Asn Arg Phe Leu Arg 
100 105 110 



Pro Gly Asp Asp Ser Ser His Asp Leu Met Leu Leu Arg Leu Ser Glu 
115 120 125 



Pro Ala Glu Leu Thr Asp Ala Val Lys Val Met Asp Leu Pro Thr Gin 
130 135 140 



Glu Pro Ala Leu Gly Thr Thr Cys Tyr Ala Ser Gly Trp Gly Ser He 
145 150 155 160 



Glu Pro Glu Glu Cys Thr Pro Gly Pro Asp Gly Ala Ala Gly Ser Pro 
165 170 175 



Asp Ala Trp Val 
180 



<210> 3 

<211> 492 

<212> DNA 

<213> Human 



<220> 

<221> CDS 

<222> (1) . . (489) 

<400> 3 

gca ccc etc ate ctg tct egg att gtg gga ggc tgg gag tgc gag aag 48 
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gcc gag etc acg gat get gtg aag gtc atg gae ctg ccc ace cag gag 
Ala Glu Leu Thr Asp Ala Val Lys Val Met Asp Leu Pro Thr Gin Glu 
115 120 125 



Ala Pro Leu lie Leu Ser Arg lie Val Gly Gly Trp Glu Cys Glu Lys 
15 10 15 

cat tec caa ccc tgg cag gtg ctt gtg gcc tet cgt ggc agg gca gtc 96 

His Ser Gin Pro Trp Gin Val Leu Val Ala Ser Arg Gly Arg Ala Val 
20 25 30 

I 

tgc ggc ggt gtt ctg gtg cac ccc cag tgg gtc etc aca get gcc cac 144 

Cys Gly Gly Val Leu Val His Pro Gin Trp Val Leu Thr Ala Ala His 
35 40 45 

tgc ate agg aac aaa age gtg ate ttg ctg ggt egg cac age ctg ttt 192 
Cys lie Arg Asn Lys Ser Val lie Leu Leu Gly Arg His Ser Leu Phe 
50 55 60 

cat cct gaa gae aca ggc cag gta ttt cag gtc age cac age ttc eca 240 
His Pro Glu Asp Thr Gly Gin Val Phe Gin Val Ser His Ser Phe Pro 
65 70 75 80 

cac ccg etc tac gat atg age etc ctg aag aat cga ttc etc agg eca 288 
His Pro Leu Tyr Asp Met Ser Leu Leu Lys Asn Arg Phe Leu Arg Pro 
85 90 95 

ggt gat gae tec age cac gae etc atg ctg etc cgc ctg tea gag cct 336 
Gly Asp Asp Ser Ser His Asp Leu Met Leu Leu Arg Leu Ser Glu Pro 
100 105 110 



384 



eca gca ctg ggg ace ace tgc tac gee tea ggc tgg ggc age att gaa 432 
Pro Ala Leu Gly Thr Thr Cys Tyr Ala Ser Gly Trp Gly Ser lie Glu 
130 135 140 

eca gag gag tgt acg cct ggg eca gat ggt gca gcc ggg age eca gat 480 
Pro Glu Glu Cys Thr Pro Gly Pro Asp Gly Ala Ala Gly Ser Pro Asp 
145 150 155 160 

gcc tgg gtc tga 492 
Ala Trp Val 



<210> 4 

<211> 163 

<212> PRT 

<213> Human 

<400> 4 

Ala Pro Leu lie Leu Ser Arg lie Val Gly Gly Trp Glu Cys Glu Lys 
15 10 15 



His Ser Gin Pro Trp Gin Val Leu Val Ala Ser Arg Gly Arg Ala Val 
20 25 30 



Cys Gly Gly Val Leu Val His Pro Gin Trp Val Leu Thr Ala Ala His 
35 40 45 
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Cys lie Arg Asn Lys Ser Val lie Leu Leu Gly Arg His Ser Leu Phe 
50 55 60 



His Pro Glu Asp Thr Gly Gin Val Phe Gin Val Ser His Ser Phe Pro 
65 70 75 80 



His Pro Leu Tyr Asp Met Ser Leu Leu Lys Asn Arg Phe Leu Arg Pro 
85 90 95 



Gly Asp Asp Ser Ser His Asp Leu Met Leu Leu Arg Leu Ser Glu Pro 
100 105 110 



Ala Glu Leu Thr Asp Ala Val Lys Val Met Asp Leu Pro Thr Gin Glu 
115 120 125 



Pro Ala Leu Gly Thr Thr Cys Tyr Ala Ser Gly Trp Gly Ser lie Glu 
130 135 140 



Pro Glu Glu Cys Thr Pro Gly Pro Asp Gly Ala Ala Gly Ser Pro Asp 
145 150 155 160 



Ala Trp Val 



<210> 5 

<211> 471 

<212> DNA 

<213> Human 



<220> 

<221> CDS 

<222> (1) . . (468) 

<400> 5 

att gtg gga ggc tgg gag tgc gag aag cat tec caa ccc tgg cag gtg 
lie Val Gly Gly Trp Glu Cys Glu Lys His Ser Gin Pro Trp Gin Val 
15 10 15 

ctt gtg gcc tct cgt ggc agg gca gtc tgc ggc ggt gtt ctg gtg cac 
Leu Val Ala Ser Arg Gly Arg Ala Val Cys Gly Gly Val Leu Val His 
20 25 30 



48 



96 



ccc cag tgg gtc etc aca get gcc cac tgc ate agg aac aaa age gtg 144 
Pro Gin Trp Val Leu Thr Ala Ala His Cys lie Arg Asn Lys Ser Val 
35 40 45 



ate ttg ctg ggt egg cac age ctg ttt cat ect gaa gac aca ggc cag 
lie Leu Leu Gly Arg His Ser Leu Phe His Pro Glu Asp Thr Gly Gin 
50 55 60 



192 
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gta ttt cag gtc age cac age ttc cca cac ccg etc tac gat atg age 
Val Phe Gin Val Ser His Ser Phe Pro His Pro Leu Tyr Asp Met Ser 
65 70 75 80 



240 



etc ctg aag aat ega tte etc agg eca ggt gat gac tec age cae gae 288 
Leu Leu Lys Asn Arg Phe Leu Arg Pro Gly Asp Asp Ser Ser His Asp 
85 90 95 

etc atg ctg etc cgc ctg tea gag ect gee gag etc aeg gat get gtg 336 
Leu Met Leu Leu Arg Leu Ser Glu Pro Ala Glu Leu Thr Asp Ala Val 
100 105 110 



aag gtc atg gae ctg ecc aec cag gag cca gea ctg ggg acc acc tgc 
Lys Val Met Asp Leu Pro Thr Gin Glu Pro Ala Leu Gly Thr Thr Cys 
115 120 125 



cca gat ggt gea gee ggg age cca gat gee tgg gtc tga 
Pro Asp Gly Ala Ala Gly Ser Pro Asp Ala Trp Val 

150 155 



145 




<210> 


6 


<211> 


156 


<212> 


PRT 


<213> 


Human 


<400> 


6 



lie Val Gly Gly Trp Glu Cys Glu Lys His Ser Gin Pro Trp Gin Val 
15 10 15 



Leu Val Ala Ser Arg Gly Arg Ala Val Cys Gly Gly Val Leu Val His 
20 25 30 



Pro Gin Trp Val Leu Thr Ala Ala His Cys lie Arg Asn Lys Ser Val 
35 40 45 



lie Leu Leu Gly Arg His Ser Leu Phe His Pro Glu Asp Thr Gly Gin 
50 55 60 



Val Phe Gin Val Ser His Ser Phe Pro His Pro Leu Tyr Asp Met Ser 
65 70 75 80 



Leu Leu Lys Asn Arg Phe Leu Arg Pro Gly Asp Asp Ser Ser His Asp 
85 90 95 



Leu Met Leu Leu Arg Leu Ser Glu Pro Ala Glu Leu Thr Asp Ala Val 
100 105 110 



384 



tac gee tea ggc tgg ggc age att gaa cca gag gag tgt aeg ect ggg 432 
Tyr Ala Ser Gly Trp Gly Ser lie Glu Pro Glu Glu Cys Thr Pro Gly 
130 135 140 



471 



Lys Val Met Asp Leu Pro Thr Gin Glu Pro Ala Leu Gly Thr Thr Cys 
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125 



Tyr Ala Ser Gly Trp Gly Ser He Glu Pro Glu Glu Cys Thr Pro Gly 
130 135 140 



Pro Asp Gly Ala Ala Gly Ser Pro Asp Ala Trp Val 
145 150 155 



<210> 7 

<211> 708 

<212> DNA 

<213> Human 



<220> 














<221> misc 


: feature 












<222> (38) 


T. (577) 












<223> CDS 














<400> 7 














ccaaggttac 


cacctgcacc 


cggagagctg 


tgtcaccatg 


tgggtcccgg 


ttgtcttcct 


60 


caccctgtcc 


gtgacgtgga 


ttggtgctgc 


acccctcatc 


ctgtctcgga 


ttgtgggagg 


120 


ctgggagtgc 


gagaagcatt 


cccaaccctg 


gcaggtgctt 


gtggcctctc 


gtggcagggc 


180 


agtctgcggc 


ggtgttctgg 


tgcaccccca gtgggtcctc 


acagctgccc 


actgcatcag 


240 


gaacaaaagc 


gtgatcttgc 


tgggtcggca 


cagcctgttt 


catcctgaag 


acacaggcca 


300 


ggtatttcag 


gtcagccaca 


gcttcccaca 


cccgctctac 


gatatgagcc 


tcctgaagaa 


360 


tcgattcctc 


aggccaggtg 


atgactccag 


ccacgacctc 


atgctgctcc 


gcctgtcaga 


420 


gcctgccgag 


ctcacggatg 


ctgtgaaggt 


catggacctg 


cccacccagg 


agccagcact 


480 


ggggaccacc 


tgctacgcct 


caggctgggg 


cagcattgaa 


ccagaggagt 


gtacgcctgg 


540 


gccagatggt 


gcagccggga 


gcccagatgc 


ctgggtctga 


gggaggaggg 


gacaggactc 


600 


ctgggtctga 


gggaggaggg 


ccaaggaacc 


aggtggggtc 


cagcccacaa 


cagtgttttt 


660 


gcctggcccg 


tagtcttgac 


cccaaagaaa 


cttcagtgtg 


tggacctc 




708 



<210> 8 

<211> 16 

<212> PRT 

<213> Human 

<400> 8 

Cys Thr Pro Gly Pro Asp Gly Ala Ala Gly Ser Pro Asp Ala Trp Val 
15 10 15 



<210> 9 
<211> 1541 
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<212> DNA 
<213> Human 



<220> 

<221> CDS 

<222> (17) . . (685) 

<400> 9 

ggacacctgt gtcagc atg tgg gac ctg gtt etc tec ate gcc ttg tct gtg 52 

Met Trp Asp Leu .Val Leu Ser lie Ala Leu Ser Val 

1 5 10 

999 tgc act ggt gcc gtg ccc etc ate cag tct egg att gtg gga ggc 100 
Gly Cys Thr Gly Ala Val Pro Leu lie Gin Ser Arg lie Val Gly Gly 
15 20 25 

tgg gag tgt gag aag cat tec caa ccc tgg cag gtg get gtg tac agt 148 
Trp Glu Cys Glu Lys His Ser Gin Pro Trp Gin Val Ala Val Tyr Ser 
30 35 40 

cat gga tgg gca cac tgt ggg ggt gtc ctg gtg cac ccc cag tgg gtg 196 
His Gly Trp Ala His Cys Gly Gly Val Leu Val His Pro Gin Trp Val 
45 50 55 60 

etc aca get gcc cat tgc eta aag aag aat age cag gtc tgg ctg ggt 244 
Leu Thr Ala Ala His Cys Leu Lys Lys Asn Ser Gin Val Trp Leu Gly 
65 70 75 

egg cac aac ctg ttt gag cct gaa gac aca ggc cag agg gtc cet gtc 2 92 

Arg His Asn Leu Phe Glu Pro Glu Asp Thr Gly Gin Arg Val Pro Val 
80 85 90 

age cac age tte eca cac ccg etc tac aat atg age ett ctg aag cat 
Ser His Ser Phe Pro His Pro Leu Tyr Asn Met Ser Leu Leu Lys His 
95 100 105 

caa age ett aga eca gat gaa gac tec age cat gac etc atg ctg etc 
Gin Ser Leu Arg Pro Asp Glu Asp Ser Ser His Asp Leu Met Leu Leu 
110 115 120 

cgc ctg tea gag cct gcc aag ate aca gat gtt gtg aag gtc ctg ggc 436 
Arg Leu Ser Glu Pro Ala Lys lie Thr Asp Val Val Lys Val Leu Gly 
125 130 135 140 



ctg ccc ace cag gag eca gca ctg ggg ace ace tgc tac gcc tea ggc 
Leu Pro Thr Gin Glu Pro Ala Leu Gly Thr Thr Cys Tyr Ala Ser Gly 
145 150 155 



tgt gtg age etc cat etc ctg tee aat gac atg tgt get aga get tac 
Cys Val Ser Leu His Leu Leu Ser Asn Asp Met Cys Ala Arg Ala Tyr 
175 180 185 



340 



388 



484 



tgg ggc age ate gaa eca gag gag tte ttg cgc ccc agg agt ett cag 532 
Trp Gly Ser He Glu Pro Glu Glu Phe Leu Arg Pro Arg Ser Leu Gin 

160 165 170 



580 



tct gag aag gtg aca gag tte atg ttg tgt get ggg etc tgg aca ggt 62 8 

Ser Glu Lys Val Thr Glu Phe Met Leu Cys Ala Gly Leu Trp Thr Gly 
190 195 200 
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ggt aaa gac act tgt ggg gtg agt cat ccc tac tec caa cat ctg gag 676 
Gly L.ys Asp Thr Cys Gly Val Ser His Pro Tyr Ser Gin His Leu Glu 
205 210 215 220 

ggg aaa ggg tgattctggg ggtccacttg tctgtaatgg tgtgcttcaa 725 
Gly Lys Gly 



ggtatcacat 


catggggccc 


tgagccatgt 


gccctgcctg 


aaaagcctgc 


tgtgtacacc 


785 


aaggtggtgc 


attaccggaa 


gtggatcaag 


gacaccatcg 


cagccaaccc 


ctgagtgccc 


845 


ctgtcccacc 


cctacctcta 


gtaaatttaa 


gtccacctca 


cgttctggca 


tcacttggcc 


905 


tttctggatg 


ctggacacct 


gaagcttgga 


actcacctgg 


ccgaagctcg 


agcctcctga 


965 


gtcctactga 


cctgtgcttt 


ctggtgtgga 


gtccagggct 


gctaggaaaa 


ggaatgggca 


1025 


gacacaggtg 


tatgccaatg 


tttctgaaat 


gggtataatt 


tcgtcctctc 


cttcggaaca 


1085 


ctggctgtc t 


ctgaagactt 


ctcgctcagt 


ttcagtcagg 


acacacacaa 


agacgtgggc 




gaccatgttg 


tttgtggggt 


gcagagatgg 


gaggggtggg 


gcccaccctg 


gaagagtgga 


1205 


cagtgacaca 


aggtggacac 


tctctacaga 


tcactgagga 


taagctggag 


ccacaatgca 


1265 


tgaggcacac 


acacagaagg 


atgacgctgt 


aaacatagcc 


cacgctgtcc 


tgggggcact 


1325 


gggaagccta 


gataaggccg 


tgagcagaaa 


gaaggggagg 


atcctcctat 


gttgttgaag 


1385 


gagggactag 


ggggagaaac 


tgaaagctga 


ttaattacag 


gaggtttgtt 


caggtccccc 


1445 


aaaccaccgt 


cagatttgat 


gatttcctag 


ctggacttac 


agaaataaag 


agctatcatg 


1505 


ctgtggttaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaa 






1541 



<210> 10 

<211> 223 

<212> PRT 

<213> Human 

<400> 10 

Met Trp Asp Leu Val Leu Ser lie Ala Leu Ser Val Gly Cys Thr Gly 
15 10 15 



Ala Val Pro Leu lie Gin Ser Arg lie Val Gly Gly Trp Glu Cys Glu 
20 25 30 



Lys His Ser Gin Pro Trp Gin Val Ala Val Tyr Ser His Gly Trp Ala 
35 40 45 



His Cys Gly Gly Val Leu Val His Pro Gin Trp Val Leu Thr Ala Ala 
50 55 60 



His Cys Leu Lys Lys Asn Ser Gin Val Trp Leu Gly Arg His Asn Leu 
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65 70 75 80 



Phe Glu Pro Glu Asp Thr Gly Gin Arg Val Pro Val Ser His Ser Phe 
85 90 95 



Pro His Pro Leu Tyr Asn Met Ser Leu Leu Lys His Gin Ser Leu Arg 
100 105 110 



Pro Asp Glu Asp Ser Ser His Asp Leu Met Leu Leu Arg Leu Ser Glu 
115 120 125 



Pro Ala Lys lie Thr Asp Val Val Lys Val Leu Gly Leu Pro Thr Gin 
130 135 140 



Glu Pro Ala Leu Gly Thr Thr Cys Tyr Ala Ser Gly Trp Gly Ser lie 
145 150 155 160 



Glu Pro Glu Glu Phe Leu Arg Pro Arg Ser Leu Gin Cys Val Ser Leu 
165 170 175 



His Leu Leu Ser Asn Asp Met Cys Ala Arg Ala Tyr Ser Glu Lys Val 
180 185 190 



Thr Glu Phe Met Leu Cys Ala Gly Leu Trp Thr Gly Gly Lys Asp Thr 
195 200 205 



Cys Gly Val Ser His Pro Tyr Ser Gin His Leu Glu Gly Lys Gly 
210 215 220 



<210> 11 

<211> 621 

<212> DNA 

<213> Human 



<220> 

<221> CDS 

<222> (1) . . (618) 

<400> 11 

gtg ccc etc ate cag tct egg att gtg gga ggc tgg gag tgt gag aag 

Val Pro Leu He Gin Ser Arg He Val Gly Gly Trp Glu Cys Glu Lys 
15 10 15 

cat tec caa ccc tgg cag gtg get gtg tac agt cat gga tgg gca cac 
His Ser Gin Pro Trp Gin Val Ala Val Tyr Ser His Gly Trp Ala His 
20 25 30 

tgt ggg ggt gtc ctg gtg cac ccc cag tgg gtg etc aca get gee cat 
Cys Gly Gly Val Leu Val His Pro Gin Trp Val Leu Thr Ala Ala His 
35 40 45 

-10- 



48 



96 
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tgc eta aag aag aat age eag gte tgg ctg ggt egg cac aac ctg ttt 192 
Cys Leu Lys Lys Asn Ser Gin Val Trp Leu Gly Arg His Asn Leu Phe 
50 55 60 

gag eet gaa gac aca ggc eag agg gtc .get gte age cac age ttc cea 24 0 

Glu Pro Glu Asp Thr Gly Gin Arg Val Pro Val Ser His Ser Phe Pro 
65 70 75 80 

cac ccg etc tae aat atg age ett ctg aag cat caa age ctt aga cca 288 
His Pro Leu Tyr Asn Met Ser Leu Leu Lys His Gin Ser Leu Arg Pro 
85 90 95 

gat gaa gac tee age eat gae etc atg ctg etc ege ctg tea gag eet 336 
Asp Glu Asp Ser Ser His Asp Leu Met Leu Leu Arg Leu Ser Glu Pro 
100 105 110 

gee aag ate aca gat gtt gtg aag gtc ctg ggc ctg ccc acc eag gag 384 
Ala Lys lie Thr Asp Val Val Lys Val Leu Gly Leu Pro Thr Gin Glu 
115 120 125 

cca gea ctg ggg ace acc tgc tae gcc tea ggc tgg ggc age ate gaa 432 
Pro Ala Leu Gly Thr Thr Cys Tyr Ala Ser Gly Trp Gly Ser lie Glu 
130 135 140 

cea gag gag ttc ttg cgc ccc agg agt ctt eag tgt gtg age etc cat 48 0 

Pro Glu Glu Phe Leu Arg Pro Arg Ser Leu Gin Cys Val Ser Leu His 
145 150 155 160 

etc ctg tec aat gac atg tgt get aga get tae tct gag aag gtg aca 52 8 

Leu Leu Ser Asn Asp Met Cys Ala Arg Ala Tyr Ser Glu Lys Val Thr 
165 170 175 

gag ttc atg ttg tgt get ggg etc tgg aca ggt ggt aaa gac act tgt 576 
Glu Phe Met Leu Cys Ala Gly Leu Trp Thr Gly Gly Lys Asp Thr Cys 
180 185 190 

ggg gtg agt cat ccc tac tec caa cat ctg gag ggg aaa ggg tga 621 
Gly Val Ser His Pro Tyr Ser Gin His Leu Glu Gly Lys Gly 
195 200 205 



<210> 12 

<211> 206 

<212> PRT 

<213> Human 

<400> 12 

Val Pro Leu lie Gin Ser Arg lie Val Gly Gly Trp Glu Cys Glu Lys 
15 10 15 



His Ser Gin Pro Trp Gin Val Ala Val Tyr Ser His Gly Trp Ala His 
20 25 30 



Cys Gly Gly Val Leu Val His Pro Gin Trp Val Leu Thr Ala Ala His 
35 40 45 
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Cys Leu Lys Lys Asn Ser Gin Val Trp Leu Gly Arg His Asn Leu Phe 
50 55 60 



Glu Pro Glu Asp Thr Gly Gin Arg Val Pro Val Ser His Ser Phe Pro 
65 70 75 80 



His Pro Leu Tyr Asn Met Ser Leu Leu Lys His Gin Ser Leu Arg Pro 
85 90 95 



Asp Glu Asp Ser Ser His Asp Leu Met Leu Leu Arg Leu Ser Glu Pro 
100 105 » 110 



Ala Lys lie Thr Asp Val Val Lys Val Leu Gly Leu Pro Thr Gin Glu 
115 120 125 



Pro Ala Leu Gly Thr Thr Cys Tyr Ala Ser Gly Trp Gly Ser lie Glu 
130 135 140 



Pro Glu Glu Phe Leu Arg Pro Arg Ser Leu Gin Cys Val Ser Leu His 
145 150 155 160 



Leu Leu Ser Asn Asp Met Cys Ala Arg Ala Tyr Ser Glu Lys Val Thr 
165 170 175 



Glu Phe Met Leu Cys Ala Gly Leu Trp Thr Gly Gly Lys Asp Thr Cys 
180 185 190 



Gly Val Ser His Pro Tyr Ser Gin His Leu Glu Gly Lys Gly 
195 200 205 



<210> 13 

<211> 600 

<212> DNA 

<213> Human 



<220> 

<221> CDS 

<222> (1) . . (597) 

<400> 13 

att gtg gga ggc tgg gag tgt gag aag cat tec caa ccc tgg cag gtg 48 
lie Val Gly Gly Trp Glu Cys Glu Lys His Ser Gin Pro Trp Gin Val 
15 10 15 

get gtg tac agt cat gga tgg gca cac tgt ggg ggt gtc ctg gtg cac 96 
Ala Val Tyr Ser His Gly Trp Ala His Cys Gly Gly Val Leu Val His 
20 25 30 

ccc cag tgg gtg etc aca get gee cat tgc eta aag aag aat age cag 144 
Pro Gin Trp Val Leu Thr Ala Ala His Cys Leu Lys Lys Asn Ser Gin 
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35 40 45 

gtc tgg ctg ggt egg cac aac ctg ttt gag cct gaa gac aca ggc cag 192 
Val Trp Leu Gly Arg His Asn Leu Phe Glu Pro Glu Asp Thr Gly Gin 
50^ 55 60 

agg gtc cct gtc age cac age ttc cca cac ccg etc tac aat atg age 240 
Arg Val Pro Val Ser His Ser Phe Pro His Pro Leu Tyr Asn Met Ser 
65 70 75 80 

ett ctg aag cat caa age ctt aga cca gat gaa gac tec age cat gac 288 
Leu Leu Lys His Gin Ser Leu Arg Pro Asp Glu Asp Ser Ser His Asp 
85 90 95 

etc atg ctg etc ege ctg tea gag cct gee aag ate aca gat gtt gtg 3 36 

Leu Met Leu Leu Arg Leu Ser Glu Pro Ala Lys lie Thr Asp Val Val 
100 105 110 

aag gtc ctg ggc ctg cec ace cag gag cca gca ctg ggg ace acc tgc 3 84 

Lys Val Leu Gly Leu Pro Thr Gin Glu Pro Ala Leu Gly Thr Thr Cys 
115 120 125 

tac gee tea ggc tgg ggc age ate gaa cca gag gag ttc ttg ege ccc 432 
Tyr Ala Ser Gly Trp Gly Ser lie Glu Pro Glu Glu Phe Leu Arg Pro 
130 135 140 

agg agt ett cag tgt gtg age etc cat etc ctg tee aat gac atg tgt 480 
Arg Ser Leu Gin Cys Val Ser Leu His Leu Leu Ser Asn Asp Met Cys 
145 150 155 160 

get aga get tac tct gag aag gtg aca gag ttc atg ttg tgt get ggg 52 8 

Ala Arg Ala Tyr Ser Glu Lys Val Thr Glu Phe Met Leu Cys Ala Gly 
165 170 175 

etc tgg aca ggt ggt aaa gac act tgt ggg gtg agt eat ccc tac tee 576 
Leu Trp Thr Gly Gly Lys Asp Thr Cys ' Gly Val Ser His Pro Tyr Ser 
180 185 190 

caa cat ctg gag ggg aaa ggg tga 600 
Gin His Leu Glu Gly Lys Gly 
195 



<210> 14 

<211> 199 

<212> PRT 

<213> Human 

<400> 14 

lie Val Gly Gly Trp Glu Cys Glu Lys His Ser Gin Pro Trp Gin Val 
15 10 15 



Ala Val Tyr Ser His Gly Trp Ala His Cys Gly Gly Val Leu Val His 
20 25 30 



Pro Gin Trp Val Leu Thr Ala Ala His jCys Leu Lys Lys Asn Ser Gin 
35 40 45 
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Val Trp Leu Gly Arg His Asn Leu Phe Glu Pro Glu Asp Thr Gly Gin 
50 55 60 



Arg Val Pro Val Ser His Ser Phe Pro His Pro Leu Tyr Asn Met Ser 
65 70 75 80 



Leu Leu Lys His Gin Ser Leu Arg Pro Asp Glu Asp Ser Ser His Asp 
85 90 95 



Leu Met Leu Leu Arg Leu Ser Glu Pro Ala Lys He Thr Asp Val Val 
100 105 * 110 



Lys Val Leu Gly Leu Pro Thr Gin Glu Pro Ala Leu Gly Thr Thr Cys 
115 120 125 



Tyr Ala Ser Gly Trp Gly Ser He Glu Pro Glu Glu Phe Leu Arg Pro 
130 135 140 



Arg Ser Leu Gin Cys Val Ser Leu His Leu Leu Ser Asn Asp Met Cys 
145 150 155 160 



Ala Arg Ala Tyr Ser Glu Lys Val Thr Glu Phe Met Leu Cys Ala Gly 
165 170 175 



Leu Trp Thr Gly Gly Lys Asp Thr Cys Gly Val Ser His Pro Tyr Ser 
180 185 190 



Gin His Leu Glu Gly Lys Gly 





195 


<210> 


15 


<211> 


13 


<212> 


PRT 


<213> 


Human 


<400> 


15 



Val Ser His Pro Tyr Ser Gin His Leu Glu Gly Lys Gly 
15 10 



<210> 16 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PSA wild-type forward primer of Table 1 

<400> 16 

.14- 
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atcgaattcg cacccggaga gctgtgt 27 



<210> 


17 


<211> 


22 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


PSA wild- type reverse ] 


<400> 


17 


ctgagggtga acttgcgcac ac 


<210> 


18 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


PSA RP2 transcripts 1 ; 


<400> 


18 


atcgaattcg cacccggaga gctgtgt 


<210> 


19 


<211> 


21 


<212> 


DNA 


.<213> 


Artificial Sequence 


<220> 




<223> 


PSA RP2 transcripts 1 


<400> 


19 


caaggcaaaa aacactgttg t 


<210> 


20 


<211> 


21 


<212> 


DNA 


<213> 


Artificial Sequence 



22 



27 



21 



<220> 

<223> PSA 525 forward primer of Table 1 

<400> 20 

ggtatttcag gtcagccaca g .21 

<210> 21 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> PSA 525 reverse primer of Table 1 
<400> 21 

taaaagcagg gagagagtga g 21 
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<210> 22 

<211> 21 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> PSA (Schulz) forward primer of Table 1 
<400> 22 

ctgggcgctg tcttgtgtct c 



<210> 23 

<211> 27 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> PSA (Schulz) reverse primer of Table 1 
<400> 23 

atgtctagag ttgatagggg tgctcag 



<210> 24 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> KIiK2 wild type forward primer of Table 1 

<400> 24 

gcctaaagaa gaatagccag gt 



<210> 25 

<211> 21 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> KLK2 wild type reverse primer of Table 1 



<400> 25 

tctaaggctt tgatgcttca g 



<210> 26 

<211> 21 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> KIjK2 IDA forward primer of Table 1 
<400> 26 

cacttgtggg gtgagtcatc c 
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<210> 27 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> KIjK2 IDA reverse primer of Table 1 

<400> 27 

atgtctagat gggacagggg cactcag 27 

<210> 28 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> b2-microgloblin forward primer of Table 1 

<400> 28 

tgaattgcta tgtgtctggg t ■ 21 

<210> 29 

<211> 21 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> b2 -microgloblin reverse primer of Table 1 

<400> 29 

cctccatgat gctgcttaca t 21 

<210> 30 

<211> 21 

<212> DNA 

<213> Artificial Secjuence 

<220> 

<223> PSA wild-type forward primer of Table 2 

<400> 30 

gcatcaggaa caaaagcgtg a 21 



<210> 


31 


<211> 


21 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


PSA wild- type reverse 


<400> 


31 



cctgaggaat cgattcttca g 21 
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<210> 


32 


<211> 


21 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


PSA RP2 transcripts 


<400> 


32 


gagtgtacgc ctgggccaga t 


<210> 


33 


<211> 


22 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


PSA RP2 transcripts 


<400> 


33 



21 



ctgagggtga acttgcgcac ac 22 

<210> 34 

<211> 21 

<212> DNA 

<213> Artificial Secjuence 
<220> 

<223> PSA 525 forward primer of Table 2 

<400> 34 

ctcactctct ccctgctttt a 21 



<210> 


35 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


PSA 525 reverse primer 


<400> 


35 


atgtctagag ttgatagggg tgctcag 


<210> 


36 


<211> 


21 


<212> 


DNA 


<213> 


Artificial Sequence 



27 



<220> 

<223> PSA (Schulz) forward primer of Table 2 
<400> 36 

ctgggcgctg tcttgtgtct c 21 
<210> 37 
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<211> 21 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> PSA (Schulz) reverse primer of Table 2 
<400> 37 

caacgagagg. ccacaagcac c 



<210> 38 

<211> 22 

<212> DNA 

<213> Artificial 



Secjuence 



<220> 

<223> KIjK2 wild type forward primer of Table 



<400> 38 

gcctaaagaa gaatagccag gt 



<210> 39 

<211> 21 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> KIjK2 wild type reverse primer of Table 



<400> 39 

tctaaggctt tgatgcttca g 



<210> 40 

<211> 21 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> KIjK2 lOA forward primer of Table 2 



<400> 40 

cacttgtggg gtgagtcatc c 



<210> 41 

<211> 27 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> KLK2 lOA reverse primer of Table 2 



<400> 41 

atgtctagat gggacagggg cactcag 



<210> 42 
<211> 21 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> b2-microgloblin forward primer of Table 2 
<400> 42 

tgaattgcta tgtgtctggg t 



<210> 43 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> b2-microgloblin reverse primer of Table 2 

<400> 43 

cctccatgat gctgcttaca t 
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